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,1 ATG GCT GGA CGT GCG ACC GAG AGG CCC ATG AAG GTG ATG GGC^ GIG 45 
46 GAG GTG GTG GTG TGG AGT GGA GTG- TGG ACA GTG GAG GAA GGC AGG 90 
91 GGG GTG GGC GGT GCG AGG TGG GTG GCG GAG AGG TTC. GTG GTG AAG 135 
136 TGG TTA GAG CAA GTG AGG AAG ATG GAG GGC GAT GGC- GGA GCG GTG 180 
181 GAG GAG AAG GTG GGA GGG TGG TTG AGG GAA GTG CAT AGG GGG GTT 225- 
226 TTG GTG TAG GAG GGG GTG GTG GAG GCC GTG GAA GGG ATG TGG GGG 270. 
271 GAG TTG GGT GCG . AGG TTG GAG ACA GTG GAG GTG GAG GTG GGC GAG 315 
316 TTT GCG: AGG AGG ATG TGG GAG CAG iATG GAA GAA CTG GGA ATG GCC 360 
361 GCT GCG CTG GAG GCC AGG GAG GGT GGC ATG GCG GCC TTG GGC TCT 405 
406 GCT TTG GAG GGC GGG GCA GGA GGG GTG CTA GTT GCG- TCC CAT CTG 450 
451 CAG AGG TTC CTG GAG GTG ICG TAG GGC: GTT CTA GGG GAG GTT GCG 495 
496 CAG GCC TAA TAA - ■ 

stop codon (see: SEQ ID NO: 1 7) 
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Fig. 3 



-30 "16 
1 ATG GCT GGA CCT GCC ACC CAG AQC CCC ATG AAG CTG ATG GCC CT6 45 

-1 +1 _ 

46 CAG CTG CTG CTG TGG AGT GCA .CTC TGG ACA GTG CAG GAA GCC ACC 90 

2 16 
91 CCC CTG GGC. CCT CCC AGC TCC CTG GCC. CAG AGC. TTC GTG CTC AAG 135 
Pro Leu Gly Pro Ala Ser Ser teti Pro Gin Ser Phe Leu Leu Lys, 

17 31 
136 TGC TTA GAG CAA GTG AGG AAG ATC CAG GGC GAT GGC GCA GCG CTC 180 
Cys J-eu Glu Gin ?al Ars Lys, Xle Gin. Gly Asp; Gly. Ala. Ala Leu 

3Z .............. . • . .. . .^46;._. 

181 GAG GAG AAG CTG TGT GCC ACC TAG AAG CTG TGC CAC CCC GAG GAG 225 
Gin Glu Lys Leu Cys Ala Thr tyr Lys. Leii Gys^ ffis Pro Glu Glii 

47 m 

226 GTG GTG GTG CTC GGA CAC TCT CTG GGC ATC OCC TGG GCT CCC CTG 270 
Leu ?ai Leu Leu GLy His Sex Leu Gly He Pro; Txp Ala Pro Leu 

62 76 ^ 

271 AGC AGC TGC CCC AGC CAG GCC CTG CAG CTG GCA GGC TGC TTG AGC 3l5 
Ser Ser Cys Pro Set Gin Ala Leu Gin Leu Ala JSiy Gys .teu Ser 

77 91^ 
316 CAA CTC CAT: AGC GGC CTT TIC CTC TACXAG GGG .CTC CTG CAG GCC . 360 
G:l,i]i Leu His: Ser Gly Leu Phe Leii Tyf Gln Gly Leu Leii. Gin Ala 

92 106 
361 CTG GAA GGG ATC TCC CCC GAG TTG GGT CCC ACC HG GAC ACA CTG 405 
Leii: Glu Gly Jle Ser Pro G^lu Leu Gly Pro THx Leu Asp Ihr Leu 

107 

406 CAG CTG GAC GTC GCC GAC TTT GGC ACC . ACC ATC: TGG CAG CAG ATG 450 
Cf 1ft Leu Asp ?iajl Ala. Asp Pte Ala Thr Jhr lie Trp aia.GU Met 

122 136 
451 GAA GAA CTG GGA ATG GCC CCT GCC CTG TAG CCC ACC CAG GGT GGC 495 
(jju Glu Leu Gly Met^.Ala Prb^Ala Leu Gin Pro Thr Gin Gly Ala 

137 

496 ATG CCG GCC TTC GCC TCT GCT TTC CAG CGC CGG GCA GGA GGG GTC 540 
Met. Prp Ala Phe iila Ser A)a:Phe Gin Are Ar^ Ala GJy Gly Yal 

152 

541 CTA GTT GGC TCC GAT. CTG CAG AGC TTC CTG GAG GTG ICG TAC CGC 585 
Leu yal Ala Ser His Lqu Gin Sex Phe Leu Glu Yal Ser Tyr Are 

167 .174 P 

586 GTI CTA CGC CAC CTT GCC CAG CGC TAA T&A. 
Yal Leu Arfe His Leu. Ala Gin. Pro stop bodon 

(see: SEQ ID NO: 18) 
(see:SEQ ID NO: 19) 
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1 15 
1 ATG ACC CCC CTG GGC CCT GCC AGC TCC CT^ GCC CAG AGC TTC CTG 45 
Met Thr Pro leu Gly Pro Ala Ser Ser Leu Pro Gin Ser Phe Leu 

16 30 
46 CTG AAG TGC TTA GAG CAA GTG AGG AAG ATC CAG GGC GAT GGC GCA 90 
Leu Lys Cys Leu Glu Gin Val Are Lys He Gin Gly Asp Gly Ala 

31 45 
91 GCG CTC CAG GAG AAG CTG TGT QCC ACC TAC AAG CTG TGC CAC CCC 135 
Ala Leu Gin Glu Lys Leu Cys Jtla Tir Tyr Lys Leu Cys His Pro 

46 . ^ 60 

136 GAG GAG CTG GTG CTG CTC GGA Ckt TCT CTG GGC ATC CCC TGG GCT 180 
Glu Glu Leu Val Leu Leu GLy His Ser Leu Gly lie Pro TrP; ila 

61 . 75 

181 GCC CTG AGC AGC TGC CCC AGG CAG GCC CTG CAG CTfi GCA ^G^^^^ 
Pro Leu Ser Ser Gys Pro Ser Cln, Ala Leu Gla Xeu 4la Gly Gys 

76 90 
226 TTG AGC CAA CTC CAT AGC GGC CTT TTC CTC TAC CAG GGG CTC CTG 270 
Leu Ser Gin Leu His Ser Gly Leu Phe Leu Tyr Gin Gly Leu Leu 

91 105 
271 CAG GCC CTG GAA GGG ATC TCq CCC GAG TTG GGT CCC ACC TTG GAC 31& 
Gin Ala Leu Glu Gly Hie. Ser PrcGlu Leu Gly Pro Thr LeuJisp 

106 120 
316 ACA CTG CAG CTG GAC GTC GCC GAC TTT GCC ACC ACC ATC TGG CAG 360 
Thr Leu Gin Leu Isp ¥al Jlla Asp. Phe 11a Thr Thr He Trp Gin. 

121 ^ 135 

361 CAG ATG GAA GAA CTG GGA ATG GCC CCT GCC CTG CAG CCC ACC CAG 405 
Gln :Met. Glii Glu Leu Gly' :Iet Ala Pro Ala Leu. Gin Prp Thr Gin 

136 150 
406 GGT GCC ATG CCG, GCC TTC GCC TCT GCT TTC CAG CGC CGG GCA GGA 450 
Gly ,Ala ;Het Pro Ala Phe . Ila Sex^Ala Phe Gin Ari Ate Ata Gly 

151 165 
451 GGG GTC CTA GTT GCC TCC CAT CTG GAG AGC TTC- CTG GAG GTG: TCG 495 
Gly Val Leu ¥al Ala Ser 'Sis Leu Gin Ser Phe Leu Glu Yal Ser 

166 175 
496 TAC GGC PTX CTA CGC CAC CTT GCC GAG CCC lAA. TAiL 531 
Tyr Are ?al Leu Arg Hi^: Leu Ala; Gin. Prp- stop codon 

(see: SEQ ID NO: 20) 
(see-.SEQ ID NO: 21) 
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1 15 

1 m kc^ £CGW.m A(K^^TGa CTG SCC gag ; ago. m ctg: 45 

(see: SEQ ID NO: 22) 
(see: SEQ ID NO: 23) 
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-2'8 

■Met -M}e^^iys M^ 'Lys :Ly^ M^-i-P^i Yal^GJy teu Thr Ala:J^Ia 



45: 



-13 -^1 +1 .2' 

■3 17 
Bl Mk eCA :SCC;: AGD TCCl JSTG: :CGCVC^G ;AGevro^.(JTa UG WQ. Xm 
ifivi^lt Bro Ala' -Ser •iSBr'"^^"tji>'Pt'ci •0jS-Sei*' ■:Hie;-:I^iii-3^a'--Ls^''i*Cs^' 

SEQ ID NO: 24) 
SEQ ID NO: 25) 
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-28 -14 

lATG m.MG rn/AMMG jm rrc Tm-.mG gga tia acg -gca ^xit 

Mec Fhe. Lys fhe Lys. Lys^ Lys Fhs. Leii Val ;G}y Leu Ihr .Ala .AJa- 



Ab 



-13 -I +1 2 

46 TIC AW A&T: j7C.AGC.Am TH TOT GCA.ACC GCC 20:^G4 GGT GGCv-SO: 
.Phe. Mer.Ser IJe Ser Mec-.PhA Ser .Ala. Ihr AU. Ser.-A'la..Ma. .Giy 

.3 :17 

91 CCG CAC CAT CiC CLt CAC CAT AtC GkG QG£ AG6 ACT GCG TTA GGT 135 
Pro His , His. His His His His I Le Glu GI3; A^g Tkr Pja Leu Gl? 

18 .-32. 
136 CCA GCC AGC tCC CTG CGC CifG AGO TTC .CTG CTC AAG TGC TTA GAG 1,80 
"Pro |la. Ser . Ser i^u "Pro -G^- Se?- .'Pfee heu. teii Lys C^s 'Eeu Ghj 

SEQIDNO:26) 
SEQ ID NO: 27) 
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